Although the giarrt featherback Chitala /opls is an important fish in Kampar River, the population structure has not been investigated. In this study, genetic diversity and population structure of giant featherback were examined using nucleotide sequence analysis of mitochondrial DNA control region for 54 fish collected from Kampar River. As a comparison, samples from Barito River (South Kalimantan Province), Penyak River (Bangka-Belitung Province), and Indragiri Hilir (Riau Province) were also used in this analysis. The Kuala Tolam (lower reaches of Kampar River) samples had higher nucleotide diversity (6) (0.0033)than Kutopanjang Reservoir (0.0011) and Teso (0.00)(upper reaches of Kampar River), the nucleotide diversity all samples varied from 0.000-0.0033. The genetic differentiation and genetic structure among Kampar River's giant featherback were also supported by pairwise F-statistic value and hierachical analysis of molecular variance, indicating that the Kuala Tolam population is genetically isolated from the population in upper reaches of Kampar River.
INTRODUCTION
Indonesian giant featherback is a member of Notopteridae family (Kottelat et al., 1993; 1997), which has economic value and culture. This fish is very popular because its meat has delicious taste and distinctive primarily because of high fat content (Sunarno, 2002) , as well as protein content and high vitamin A (MnO, 2005) , placing giant featherback as exclusive and expensive freshwater fish with enough price (more than Rp.50 000/kg). As an illustration, the demand for giant featherback homemade industry ofabout 200 kg/day and used for ornamental fish and the consumption of 40 kg/day. While fishermen just only supply less than 2% (Anonymous, 2003) .
Giant featherback fish oroduction decreased d ue to the fishing activities for consumption and ornamental fish uses. Giant featherback annual production has been declined, both at the national level (8,000 tonnes (1991), 5,000 tons (1995) , and 3,000 tons (1998) (Directorate General of Fisheries, 2000)), and regionally (Sungai Kampar, Province Riau). The annual production of giant featherback in the Kampar River has been decreased, from 50.2 tons (in 2003) to 7.6 tons in 2007 (Agency of Marine and Fisheries, 2008) .This condition seems to be continued since the demand of this fish is continuously for human need. Consequently, the giant featherback species would be edangerous, while few information is available on the genetic variation and population differences among giant featherback populations. Actually, almost all genetic studies of giant featherback were based on morphological characteristics (Sunarno et a|.,2007; Wibowo, 2008a) with the exception of Madang (1999) and Wibowo (2008b) , which simply studying giant featherback genetic. There were no researches related to the variation of giant featherback populations in large geographic areas (along river), a more detailed level, sequense DNA.
Knowledge of genetic population is important in planning and implementing appropriate management strategies for the giant fetaherback that is more and more endangered. Furthermore, efforts regarding to reduce pressures on natural populations through domestication and increase production through selective breeding, the basic information related to City, CA, USA). After the editing process, multiple allignment was carried out using CLUSTAL X 1.81 (Thompson et a|.,1997) . Haplotype diversity (h) (Nei & Tajima, 1981 ) , nucleotide diversity (6) (Nei, 1987) , Analysis of Molecular Variance (AMOVA) (Excoffier et al., 1992) and fixation index (Fst) with the permutation test, were calculated using the ARLEQUIN 3:01 (Excoffier et a\.,2005 Genetic Differentiation of the ..... on Mitochondrial DNA Analysis (Wibowo, A., et al.) Haplotype composition of Kampar River giant featherback base on control region mtDNA AMOVAAnalysis indicates that the proportion of total genetic variation was found within samples (92.88o/o), only (7.12%) the variations is found among samples (Table 5) , and there is a difference between 5 samples location eventhough the magnitude is small. The amount of variance between two groups was a relatively small -6.58 (Table 7) . In general, the active movement of adult giant featherback and passive movement of eggs and larvae would accelerate the occurrence of gene flow among populations (Slatkin, 1987) . However, the low u -6.58 0.09484 0.03527ns -0.065 swimming ability (this could be seen from the shape) of adult giant featherback who live in the standing waters and slow moving of habitat type in the lake, Oxbow marshes, ditches and ponds (Rainboth, 1996) and eggs that are not easily spread out (fish eggs attached to solid submerged vegetation) (Talwar & Jhingran, 1991) , give a consequence, gene flow will be inversely proportionalto the sample location. Genetic Differentiation of the ..... on Mitochondrial DNAAnalysis (Wibowo, A., et al.) Phylogeny Reconstruction Neighbor-Joining tree Kimura 2 parameter ( Figure   2) 
